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Table S1 Structural homology of NP to other enzymes, sorted by Z-score 






Rmsd Id. Nres MR Ref. 
NP carboxylesterase NP 4CCW 3.1.1.1 - - - 300   
CesA carboxylesterase NA 2R11 3.1.1.1 45.1 1.2 98 300  - 
CesB (YbfK) 4CCY 3.1.1.1 45.1 1.2 64 296   
CarC 2-hydroxy-6-oxo-6-(2(')-aminophenyl)-
hexa-2,4-dienoate hydrolase  
1J1I 3.7.1.8 30.6 2.1 19 258  [2] 
HsaD 2-hydroxy-6-oxo-phenylhexa-2,4-
dienoate hydrolase  
2VF2 3.7.1.8 29.9 2.3 25 282  [3] 
CumD 2-hydroxy-6-oxo-7-methylocta-2,4-
dienoate hydrolase 
1IUN 3.7.1.9 29.6 2.3 20 256 x [4] 
ME7 CCSP0084 4I3F  29.5 2.2 21 253  [5] 
MhpC 2-hydroxy-6-ketonona-2,4-diene-1,9-
dioic acid 5,6-hydrolase 
1U2E 3.7.1.14 29.4 2.3 12 257  [6] 
BphD 2-hydroxyl-6-oxo-6-phenylhexa-2,4- 
dienoic acid hydrolase 
1C4X 3.7.1.8 29.4 2.3 17 302 x [7] 
RPA1163 fluoroacetatedehalogenase 3R3U 3.8.1.3 29.0 2.4 17 302  [8] 
PcaD 3-oxoadipate-enol-lactonase  2XUA 3.1.1.24 28.6 2.2 22 261  [9] 
E-2AMS (E)-2-(acetamidomethylene) 
succinate  hydrolase 
3KXP - 26.7 2.7 20 268  [10] 
PFE Aryl esterase 1VA4 3.1.1.2 26.2 2.4 21 251  [11] 
Ephy soluble epoxide hydrolase 1EHY 3.3.2.10 25.8 2.9 18 282  [12] 
EST pseudomonas putida 1ZOI 3.1 25.1 2.8 20 283 x [13] 
MenHStapylococcusaureus 2XMZ 4.2.99.20 24.5 2.7 17 238  [14] 
RmdCAclacinomycinmethylesterase 1Q0R -3.1 23.4 3.1 16 251  [15] 
BioHPimelyl-[acyl-carrier protein] methyl 
ester esterase 
1M33 3.1..1.85 22.8 2.9 22 184  [16] 
EST30 Carboxylesterase 1TQH 3.1.1.1 23.2 2.2 18 176  [17] 
EC: EC number 
Z-score: statistical significance of a match in terms of Gaussian statistics. 
Rmsd: Rms deviation 
Id.: identity  
Nres: superposed Cα atoms 
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